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# Template Alignment Coverage 3D Model Confidence % i.d. Template Information

1 c3hgmD_ Alignment 99.9 24
PDB header:signaling protein
Chain: D: PDB Molecule:universal stress protein tead;
PDBTitle: universal stress protein tead from the trap transporter2
teaabc of halomonas elongata

2 d1mjha_ Alignment 99.9 29
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:Universal stress protein-l ike

3 c3dloC_ Alignment 99.9 23
PDB header:structural genomics, unknown function
Chain: C: PDB Molecule:universal stress protein;
PDBTitle: structure of universal stress protein from archaeoglobus
fulgidus

4 c3s3tD_ Alignment 99.9 18

PDB header:chaperone
Chain: D: PDB Molecule:nucleotide-binding protein, universal
stress protein uspa
PDBTitle: universal stress protein uspa from lactobacil lus
plantarum

5 c3fg9B_ Alignment 99.9 16

PDB header:structural genomics, unknown function
Chain: B: PDB Molecule:protein of universal stress protein uspa
family;
PDBTitle: the crystal structure of an universal stress protein uspa2
family protein from lactobacil lus plantarum wcfs1

6 d2z3va1 Alignment 99.9 23
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:Universal stress protein-l ike

7 c2dumD_ Alignment 99.9 25
PDB header:structural genomics, unknown function
Chain: D: PDB Molecule:hypothetical protein ph0823;
PDBTitle: crystal structure of hypothetical protein, ph0823

8 c3fh0A_ Alignment 99.9 76

PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:putative universal stress protein
kpn_01444;
PDBTitle: crystal structure of putative universal stress protein
kpn_01444 -2 atpase

9 d1jmva_ Alignment 99.9 16
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:Universal stress protein-l ike

10 c2pfsA_ Alignment 99.9 25
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:universal stress protein;
PDBTitle: crystal structure of universal stress protein from
nitrosomonas2 europaea

11 d2gm3a1 Alignment 99.8 20
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:Universal stress protein-l ike
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12 c3idfA_ Alignment 99.8 20
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:usp-l ike protein;
PDBTitle: the crystal structure of a usp-l ike protein from
wolinella2 succinogenes to 2.0a

13 d1tq8a_ Alignment 99.8 24
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:Universal stress protein-l ike

14 d1q77a_ Alignment 99.8 15
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:Universal stress protein-l ike

15 c3olqA_ Alignment 99.7 11
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:universal stress protein e;
PDBTitle: the crystal structure of a universal stress protein e from
proteus2 mirabil is hi4320

16 c3loqA_ Alignment 99.7 26
PDB header:structure genomics, unknown function
Chain: A: PDB Molecule:universal stress protein;
PDBTitle: the crystal structure of a universal stress protein from2
archaeoglobus fulgidus dsm 4304

17 c2jaxA_ Alignment 99.7 17
PDB header:protein binding
Chain: A: PDB Molecule:hypothetical protein tb31.7;
PDBTitle: universal stress protein rv2623 from mycobaterium2
tuberculosis

18 c3mt0A_ Alignment 99.7 18
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:uncharacterized protein pa1789;
PDBTitle: the crystal structure of a functionally unknown protein
pa1789 from2 pseudomonas aeruginosa pao1

19 c3ab8B_ Alignment 99.5 17

PDB header:unknown function
Chain: B: PDB Molecule:putative uncharacterized protein
ttha0350;
PDBTitle: crystal structure of the hypothetical tandem-type
universal stress2 protein ttha0350 complexed with atps.

20 d1g5qa_ Alignment 54.4 20

Fold:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD
Superfamily:Homo-oligomeric flavin-containing Cys
decarboxylases, HFCD
Family:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

21 c3kh0A_ Alignment not modelled 48.5 21

PDB header:signaling protein
Chain: A: PDB Molecule:ral guanine nucleotide dissociation
stimulator;
PDBTitle: crystal structure of the ras-association (ra) domain of2
ralgds

22 d1o94c_ Alignment not modelled 47.1 15
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:ETFP subunits

23 d1lfda_ Alignment not modelled 45.7 32
Fold:beta-Grasp (ubiquitin-l ike)
Superfamily:Ubiquitin-l ike
Family:Ras-binding domain, RBD

24 d2dbsa1 Alignment not modelled 44.2 26
Fold:TTHC002-like
Superfamily:TTHC002-like
Family:TTHC002-like

25 d3clsc1 Alignment not modelled 43.8 15
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:ETFP subunits

26 d2rgfa_ Alignment not modelled 41.6 32
Fold:beta-Grasp (ubiquitin-l ike)
Superfamily:Ubiquitin-l ike
Family:Ras-binding domain, RBD

27 d2iela1 Alignment not modelled 34.1 16
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:Universal stress protein-l ike

28 d1gph11 Alignment not modelled 31.2 19
Fold:PRTase-l ike
Superfamily:PRTase-l ike
Family:Phosphoribosyltransferases (PRTases)

Fold:beta-Grasp (ubiquitin-l ike)
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29 d1rlfa_ Alignment not modelled 28.7 36 Superfamily:Ubiquitin-l ike
Family:Ras-binding domain, RBD

30 d1jeyb2 Alignment not modelled 28.3 13
Fold:vWA-like
Superfamily:vWA-like
Family:Ku80 subunit N-terminal domain

31 c3a2kB_ Alignment not modelled 27.1 11
PDB header:l igase/rna
Chain: B: PDB Molecule:trna(i le)-lysidine synthase;
PDBTitle: crystal structure of ti ls complexed with trna

32 d1efpb_ Alignment not modelled 23.6 13
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:ETFP subunits

33 d1m2da_ Alignment not modelled 22.5 8
Fold:Thioredoxin fold
Superfamily:Thioredoxin-l ike
Family:Thioredoxin-l ike 2Fe-2S ferredoxin

34 c2j289_ Alignment not modelled 22.3 16
PDB header:ribosome
Chain: 9: PDB Molecule:signal recognition particle 54;
PDBTitle: model of e. coli  srp bound to 70s rncs

35 d1uf3a_ Alignment not modelled 21.9 18
Fold:Metallo-dependent phosphatases
Superfamily:Metallo-dependent phosphatases
Family:TT1561-like

36 d1yvra2 Alignment not modelled 20.9 42
Fold:vWA-like
Superfamily:vWA-like
Family:RoRNP C-terminal domain-l ike

37 c3fozB_ Alignment not modelled 20.4 11

PDB header:transferase/rna
Chain: B: PDB Molecule:trna delta(2)-isopentenylpyrophosphate
transferase;
PDBTitle: structure of e. coli  isopentenyl-trna transferase in
complex with e.2 coli  trna(phe)

38 d1ulza2 Alignment not modelled 19.8 29
Fold:PreATP-grasp domain
Superfamily:PreATP-grasp domain
Family:BC N-terminal domain-l ike

39 c3exaD_ Alignment not modelled 19.1 13

PDB header:transferase
Chain: D: PDB Molecule:trna delta(2)-isopentenylpyrophosphate
PDBTitle: crystal structure of the full-length trna2
isopentenylpyrophosphate transferase (bh2366) from3 bacil lus
halodurans, northeast structural genomics4 consortium target
bhr41.

40 d2pjua1 Alignment not modelled 18.7 16
Fold:Chelatase-l ike
Superfamily:PrpR receptor domain-l ike
Family:PrpR receptor domain-l ike

41 d1d4aa_ Alignment not modelled 18.6 13
Fold:Flavodoxin-l ike
Superfamily:Flavoproteins
Family:Quinone reductase

42 d1ylqa1 Alignment not modelled 18.2 29
Fold:Nucleotidyltransferase
Superfamily:Nucleotidyltransferase
Family:Catalytic subunit of bi-partite nucleotidyltransferase

43 d2fywa1 Alignment not modelled 17.3 18
Fold:NIF3 (NGG1p interacting factor 3)-l ike
Superfamily:NIF3 (NGG1p interacting factor 3)-l ike
Family:NIF3 (NGG1p interacting factor 3)-l ike

44 c1ecjB_ Alignment not modelled 17.2 19

PDB header:transferase
Chain: B: PDB Molecule:glutamine phosphoribosylpyrophosphate
PDBTitle: escherichia coli  glutamine
phosphoribosylpyrophosphate2 (prpp) amidotransferase complexed
with 2 amp per tetramer

45 d1nu0a_ Alignment not modelled 16.6 17
Fold:Ribonuclease H-l ike motif
Superfamily:Ribonuclease H-l ike
Family:Putative Holl iday junction resolvase RuvX

46 c2pjuD_ Alignment not modelled 16.4 16

PDB header:transcription
Chain: D: PDB Molecule:propionate catabolism operon regulatory
protein;
PDBTitle: crystal structure of propionate catabolism operon2
regulatory protein prpr

47 c3klbA_ Alignment not modelled 15.7 29

PDB header:flavoprotein
Chain: A: PDB Molecule:putative flavoprotein;
PDBTitle: crystal structure of putative flavoprotein in complex with
fmn2 (yp_213683.1) from bacteroides fragil is nctc 9343 at 1.75 a3
resolution

48 d1vbka1 Alignment not modelled 15.1 11
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:ThiI-l ike

49 c1gph1_ Alignment not modelled 14.9 19

PDB header:transferase(glutamine amidotransferase)
Chain: 1: PDB Molecule:glutamine phosphoribosyl-pyrophosphate
amidotransferase;
PDBTitle: structure of the allosteric regulatory enzyme of purine
biosynthesis

50 c1ulzA_ Alignment not modelled 14.9 13
PDB header:l igase
Chain: A: PDB Molecule:pyruvate carboxylase n-terminal domain;
PDBTitle: crystal structure of the biotin carboxylase subunit of
pyruvate2 carboxylase

51 d1vmea1 Alignment not modelled 14.8 10
Fold:Flavodoxin-l ike
Superfamily:Flavoproteins
Family:Flavodoxin-related

52 c1dd9A_ Alignment not modelled 14.6 9
PDB header:transferase
Chain: A: PDB Molecule:dna primase;
PDBTitle: structure of the dnag catalytic core

53 d1dd9a_ Alignment not modelled 14.6 9
Fold:DNA primase core
Superfamily:DNA primase core
Family:DNA primase DnaG catalytic core

54 d1nmpa_ Alignment not modelled 14.6 11
Fold:NIF3 (NGG1p interacting factor 3)-l ike
Superfamily:NIF3 (NGG1p interacting factor 3)-l ike
Family:NIF3 (NGG1p interacting factor 3)-l ike
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Family:NIF3 (NGG1p interacting factor 3)-l ike

55 d2b3aa1 Alignment not modelled 13.7 21
Fold:beta-Grasp (ubiquitin-l ike)
Superfamily:Ubiquitin-l ike
Family:Ras-binding domain, RBD

56 c3g8cB_ Alignment not modelled 13.7 8
PDB header:l igase
Chain: B: PDB Molecule:biotin carboxylase;
PDBTitle: crystal stucture of biotin carboxylase in complex with2
biotin, bicarbonate, adp and mg ion

57 c3zquA_ Alignment not modelled 13.4 21
PDB header:lyase
Chain: A: PDB Molecule:probable aromatic acid decarboxylase;
PDBTitle: structure of a probable aromatic acid decarboxylase

58 c3d3qB_ Alignment not modelled 13.2 12

PDB header:transferase
Chain: B: PDB Molecule:trna delta(2)-isopentenylpyrophosphate
PDBTitle: crystal structure of trna delta(2)-
isopentenylpyrophosphate2 transferase (se0981) from
staphylococcus epidermidis.3 northeast structural genomics
consortium target ser100

59 c2ejbA_ Alignment not modelled 12.9 18
PDB header:lyase
Chain: A: PDB Molecule:probable aromatic acid decarboxylase;
PDBTitle: crystal structure of phenylacrylic acid decarboxylase
from2 aquifex aeolicus

60 c1o94D_ Alignment not modelled 12.5 13

PDB header:electron transport
Chain: D: PDB Molecule:electron transfer flavoprotein alpha-
subunit;
PDBTitle: ternary complex between trimethylamine dehydrogenase
and2 electron transferring flavoprotein

61 d1f0ka_ Alignment not modelled 12.4 9
Fold:UDP-Glycosyltransferase/glycogen phosphorylase
Superfamily:UDP-Glycosyltransferase/glycogen phosphorylase
Family:Peptidoglycan biosynthesis glycosyltransferase MurG

62 d2a5la1 Alignment not modelled 12.1 17
Fold:Flavodoxin-l ike
Superfamily:Flavoproteins
Family:WrbA-like

63 d1v53a1 Alignment not modelled 12.1 20
Fold:Isocitrate/Isopropylmalate dehydrogenase-l ike
Superfamily:Isocitrate/Isopropylmalate dehydrogenase-l ike
Family:Dimeric isocitrate & isopropylmalate dehydrogenases

64 c2nydB_ Alignment not modelled 11.9 21
PDB header:unknown function
Chain: B: PDB Molecule:upf0135 protein sa1388;
PDBTitle: crystal structure of staphylococcus aureus hypothetical
protein sa1388

65 d1m7ja3 Alignment not modelled 11.7 9
Fold:TIM beta/alpha-barrel
Superfamily:Metallo-dependent hydrolases
Family:D-aminoacylase, catalytic domain

66 c3g8rA_ Alignment not modelled 11.3 7

PDB header:biosynthetic protein
Chain: A: PDB Molecule:probable spore coat polysaccharide
biosynthesis protein e;
PDBTitle: crystal structure of putative spore coat polysaccharide
biosynthesis2 protein e from chromobacterium violaceum atcc
12472

67 d1cf3a1 Alignment not modelled 11.2 24
Fold:FAD/NAD(P)-binding domain
Superfamily:FAD/NAD(P)-binding domain
Family:FAD-linked reductases, N-terminal domain

68 d1ycga1 Alignment not modelled 11.2 8
Fold:Flavodoxin-l ike
Superfamily:Flavoproteins
Family:Flavodoxin-related

69 c2e21A_ Alignment not modelled 11.1 14
PDB header:l igase
Chain: A: PDB Molecule:trna(i le)-lysidine synthase;
PDBTitle: crystal structure of ti ls in a complex with amppnp from
aquifex2 aeolicus.

70 c1zunA_ Alignment not modelled 11.1 5
PDB header:transferase
Chain: A: PDB Molecule:sulfate adenylyltransferase subunit 2;
PDBTitle: crystal structure of a gtp-regulated atp sulfurylase2
heterodimer from pseudomonas syringae

71 d1p5dx1 Alignment not modelled 10.8 13
Fold:Phosphoglucomutase, first 3 domains
Superfamily:Phosphoglucomutase, first 3 domains
Family:Phosphoglucomutase, first 3 domains

72 c1ni5A_ Alignment not modelled 10.8 17
PDB header:cell cycle
Chain: A: PDB Molecule:putative cell  cycle protein mesj;
PDBTitle: structure of the mesj pp-atpase from escherichia coli

73 d1gpea1 Alignment not modelled 10.6 20
Fold:FAD/NAD(P)-binding domain
Superfamily:FAD/NAD(P)-binding domain
Family:FAD-linked reductases, N-terminal domain

74 c3u1hA_ Alignment not modelled 10.6 24
PDB header:oxidoreductase
Chain: A: PDB Molecule:3-isopropylmalate dehydrogenase;
PDBTitle: crystal structure of ipmdh from the last common ancestor
of bacil lus

75 c2yybA_ Alignment not modelled 10.6 11
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:hypothetical protein ttha1606;
PDBTitle: crystal structure of ttha1606 from thermus thermophilus
hb8

76 d1wy5a1 Alignment not modelled 10.2 14
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:PP-loop ATPase

77 d1vhxa_ Alignment not modelled 10.1 6
Fold:Ribonuclease H-l ike motif
Superfamily:Ribonuclease H-l ike
Family:Putative Holl iday junction resolvase RuvX

78 d1sbza_ Alignment not modelled 10.1 9

Fold:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD
Superfamily:Homo-oligomeric flavin-containing Cys
decarboxylases, HFCD
Family:Homo-oligomeric flavin-containing Cys decarboxylases,
HFCD

79 c1cf3A_ Alignment not modelled 10.1 24
PDB header:oxidoreductase(flavoprotein)
Chain: A: PDB Molecule:protein (glucose oxidase);
PDBTitle: glucose oxidase from apergil lus niger
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80 c3fniA_ Alignment not modelled 9.8 12

PDB header:oxidoreductase
Chain: A: PDB Molecule:putative diflavin flavoprotein a 3;
PDBTitle: crystal structure of a diflavin flavoprotein a3 (all3895)
from nostoc2 sp., northeast structural genomics consortium target
nsr431a

81 c2yxbA_ Alignment not modelled 9.8 10
PDB header:isomerase
Chain: A: PDB Molecule:coenzyme b12-dependent mutase;
PDBTitle: crystal structure of the methylmalonyl-coa mutase alpha-
subunit from2 aeropyrum pernix

82 d1xaca_ Alignment not modelled 9.7 20
Fold:Isocitrate/Isopropylmalate dehydrogenase-l ike
Superfamily:Isocitrate/Isopropylmalate dehydrogenase-l ike
Family:Dimeric isocitrate & isopropylmalate dehydrogenases

83 c2iy3A_ Alignment not modelled 9.6 24
PDB header:rna-binding
Chain: A: PDB Molecule:signal recognition particle protein ffh;
PDBTitle: structure of the e. coli  signal recognition particle2
bound to a translating ribosome

84 c2a6aB_ Alignment not modelled 9.5 13
PDB header:hydrolase
Chain: B: PDB Molecule:hypothetical protein tm0874;
PDBTitle: crystal structure of glycoprotein endopeptidase (tm0874)
from2 thermotoga maritima at 2.50 a resolution

85 c2zkiH_ Alignment not modelled 9.5 17

PDB header:transcription
Chain: H: PDB Molecule:199aa long hypothetical trp repressor
binding
PDBTitle: crystal structure of hypothetical trp repressor binding2
protein from sul folobus tokodaii (st0872)

86 d1pkla3 Alignment not modelled 9.5 28
Fold:Pyruvate kinase C-terminal domain-l ike
Superfamily:PK C-terminal domain-l ike
Family:Pyruvate kinase, C-terminal domain

87 c3r8wC_ Alignment not modelled 9.5 8

PDB header:oxidoreductase
Chain: C: PDB Molecule:3-isopropylmalate dehydrogenase 2,
chloroplastic;
PDBTitle: structure of 3-isopropylmalate dehydrogenase isoform 2
from2 arabidopsis thaliana at 2.2 angstrom resolution

88 c1vbkA_ Alignment not modelled 9.4 13
PDB header:structural genomics, unknown function
Chain: A: PDB Molecule:hypothetical protein ph1313;
PDBTitle: crystal structure of ph1313 from pyrococcus horikoshii
ot3

89 c1zpdA_ Alignment not modelled 9.3 12
PDB header:alcohol fermentation
Chain: A: PDB Molecule:pyruvate decarboxylase;
PDBTitle: pyruvate decarboxylase from zymomonas mobil is

90 d1wota_ Alignment not modelled 8.9 29
Fold:Nucleotidyltransferase
Superfamily:Nucleotidyltransferase
Family:Catalytic subunit of bi-partite nucleotidyltransferase

91 c2fekA_ Alignment not modelled 8.8 15
PDB header:hydrolase
Chain: A: PDB Molecule:low molecular weight protein-tyrosine-
PDBTitle: structure of a protein tyrosine phosphatase

92 d2gx8a1 Alignment not modelled 8.7 25
Fold:NIF3 (NGG1p interacting factor 3)-l ike
Superfamily:NIF3 (NGG1p interacting factor 3)-l ike
Family:NIF3 (NGG1p interacting factor 3)-l ike

93 c2q5cA_ Alignment not modelled 8.7 5
PDB header:transcription
Chain: A: PDB Molecule:ntrc family transcriptional regulator;
PDBTitle: crystal structure of ntrc family transcriptional regulator
from2 clostridium acetobutylicum

94 d1okja1 Alignment not modelled 8.6 15
Fold:Ribonuclease H-l ike motif
Superfamily:Actin-l ike ATPase domain
Family:YeaZ-like

95 c1xuzA_ Alignment not modelled 8.5 12

PDB header:biosynthetic protein
Chain: A: PDB Molecule:polysialic acid capsule biosynthesis
protein siac;
PDBTitle: crystal structure analysis of sial ic acid synthase
(neub)from2 neisseria meningitidis, bound to mn2+,
phosphoenolpyruvate, and n-3 acetyl mannosaminitol

96 c2gx8B_ Alignment not modelled 8.5 25
PDB header:structural genomics, unknown function
Chain: B: PDB Molecule:nif3-related protein;
PDBTitle: the crystal stucture of bacil lus cereus protein related to
nif3

97 d1zuna1 Alignment not modelled 8.5 5
Fold:Adenine nucleotide alpha hydrolase-l ike
Superfamily:Adenine nucleotide alpha hydrolases-l ike
Family:PAPS reductase-l ike

98 c1okjB_ Alignment not modelled 8.5 15
PDB header:hydrolase
Chain: B: PDB Molecule:hypothetical protease yeaz;
PDBTitle: crystal structure of the essential e. coli  yeaz2 protein by
mad method using the gadolinium complex3 "dotma"

99 c3us8A_ Alignment not modelled 8.3 12
PDB header:oxidoreductase
Chain: A: PDB Molecule:isocitrate dehydrogenase [nadp];
PDBTitle: crystal structure of an isocitrate dehydrogenase from
sinorhizobium2 meli loti 1021
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